Table 2: Novel binding site clusters identified in genome-wide searches and their flanking genes.
For 23 clusters located in intergenic regions, both adjacent genes are shown. For 5 clusters located
in introns, only containing gene is shown.
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" Sequence coordinates are based on BDGP/Celera Release 1 genomic sequence and are
relative to the annotated start of the transcript.

" Whole mount in situ images are available on the Berkeley Drosophila Genome Project
website, http://www.fruitfly.org.

' DNA microarray expression levels for 0-3 hour old embryos were examined and
categorized as either indicating expression during these stages (+), not indicating
expression during these stages (-), or as inconclusive.
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